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Analysis of similarity of DNA sequences
based on a measure of information discrepancy

LUO Jia-wei, LIU Fang, YANG Hua
( College of Computer and Communication, Hunan University, Changsha Hunan 410082, China)

Abstract: Function of Degree of Disagreement ( FDOD) has been successfully applied to the research of bioinformatics.
Tts performance is greatly impacted by the length of subsequence, when the information included in a sequence is described by
its subsequence distribution. In this paper, we proposed a new representation called base-base information set to characterize
the sequence, then computed the distance between two sequences by FDOD. The base-base information set comprises the joint
probabilities of base pair at a distance of 1 to L, where L is an alterable parameter. Also we analyzed how the distance changes

when L is changed. As the experimental result shows, the distance between two sequences is insensitive to the change of L

when they are closely similar, so our method is effective for analyzing similarity of sequences.
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